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Chronic Obstructive Pulmonary Disease (COPD) is the third worldwide leading cause of mortality. 
Pulmonary Rehabilitation (PR), a comprehensive intervention that comprises exercise training, education 
and psychosocial support, is the most cost-effective therapy for patients with COPD. 
 
Exercise training increases ventilation and oxygen uptake, which most likely influences airway microbiota. 
However, whether this has a role on the positive impact of PR on COPD is still unclear. This study aims to 
contribute for answering this question by following the impact of PR on the microbiota of 25 patients with 
COPD (19♂, 73±6y, FEV1pp 48±15) over a period of ~9 months (~3 months before PR, 3 months during PR 
and 3 months after PR) and of 5 patients not submitted to PR (5♂, 75±6y, FEV1pp 48±13) for a period of 
6 months. Sociodemographic, anthropometric, clinical data and saliva samples (once a month) were 
collected. Saliva microbiota was characterised by 16S rRNA sequencing and analysed using QIIME2 
pipeline. 
 
A preliminary analysis of 6 patients (6♂, 72±3y, FEV1pp 46±19) showed that, after PR, the microbiota 
composition did not converge to a similar composition. Instead, samples collected in different time points 
from the same patient were more similar amongst themselves than among different patients. 
Pooled analysis of the 6 patients showed a significant increase in Neisseria genus from Pre-PR to PR, 
suggesting that PR contributes to microbiota modulation. Whether this change is related to patients’ 
health status improvement will be the focus of future studies. 
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